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In order to elucidate the molecular mechanism of transcriptional activation
of LysR-type transcription factors (LTTRs), we studied the transcriptional regulator CbnR of
3-chlorobenzoate-degrading bacteria. The crystal structure of the complex consisting of a
full-length CbnR tetramer and 55 base pairs of promoter DNA was determined at 3.6 angstrom

resolution. This is the first crystal structure of a full-length LTTR in complex with its cognate
promoter DNA.
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